: RNA-Seq cross-species coverage levels. Here, the Spalax and rat orthologs of the genes BRCA2 and Nit1 are used as examples. These genes were tested also in qPCR (Fig.  3 , main text). Rat is denoted by "r", and Spalax by "s". Main panel (a,b): RNA-seq coverage levels in ~300, and ~50 intervals of 25bp of Spalax vs. rat comparable exon regions. Left (a,b): Interspecies coverage relationships. In this case, the Pearson correlation of average coverage between species is ~0.77 and ~0.7, for the two genes, respectively. The green to red weight gradient reflects distance from a regression line found using RLM function. Right (a,b): average coverage levels. In this gene, Spalax average coverage is lower than that of rat in most sub-regions, as indicated by a significant Sign-test. For all genes, the DE analysis itself was conducted using EdgeR.
) were superimposed on the Base Excision Repair pathway of rat (rno03410, obtained by KEGG, Kanehisa Laboratories). Color scale represents log 2 FC value. Figure S6 : Genes that are significantly differentially expressed, at any fold change, in Spalax compared to rat whole brain tissues and are related to Cell Cycle pathway. Genes with adjusted p-value <0.05 (see Table S5 ) are superimposed on the Cell Cycle pathway of rat (rno04110, obtained by KEGG, Kanehisa Laboratories). Color scale represents log 2 FC value. Figure S7 : Genes that are significantly differentially expressed, at any fold change, in Spalax compared to rat whole brain tissues and are related to Oxidative Phosphorylation pathway. Genes with adjusted p-value <0.05 (see Table S5 ) are superimposed on the Oxidative Phosphorylation pathway of rat (rno00190, obtained by KEGG, Kanehisa Laboratories). Color scale represents log 2 FC value.
Genome maintenance and bioenergetics of the long-lived hypoxia-tolerant and cancerresistant blind mole rat, Spalax: a cross-species analysis of brain transcriptome Assaf Malik,Vered Domankevich, Han Lijuan, Fang Xiaodong, Abraham Korol, Aaron Avivi, Imad Shams Table S4 : Functional enrichment of differentially expressed genes in Spalax vs. ratbrain tissues, using the tool Gorilla. A zip file should be decompressed first. HTML files represent the results of Gorilla, including GO terms hierarchy figures which allow searching for functionally related terms.
